In light of the ongoing cVDPV2 outbreak in Nigeria, we describe the draft genome of a CVA20 strain from a child with AFP. The non-structural region of this genome unambiguously unveiled the source of such regions in recombinant cVDPV2s (JX275140 and KX162716) found in Nigeria in 2008 and 2015, respectively. 
Introduction
Enteroviruses (EVs) belong to the genus Enterovirus, family Picornaviridae, order Picornavirales. The genus has 15 species and Poliovirus (the best characterized member of the genus) belongs to Species C. Several Coxsackie A viruses(e.g. CVA20) and some numbered EVs are nonpolio enterovirus member of Species C (NPEV-C).
In 2016, we (Adeniji et al., 2018 ) detected a CVA20 strain during our investigation of nonreproducible cytopathic effect (CPE) in L20B cell line. The virus produced CPE on initial inoculation into L20B cell line but the cytopathology was not reproducible on passage in L20B and RD cell lines (Adeniji et al., 2018) . This phenomenon had been ascribed to nonspecific cytotoxicity, Adenoviruses and/or Reoviruses (WHO, 2011; Thorley and Roberts, 2016) but we provided evidence that enteroviruses could also contribute to the phenomenon (Adeniji et al., 2018) . Further, considering the history of Nigeria and circulating Vaccine Derived Poliovirus 2s (cVDPV2s) (Burns et al., 2013) ,the ongoing cVDPV2 outbreak and the contributions of NPEV-Cs to emergence of cVDPV2, we attempted to establish the CVA20 virus in cell culture, sequence its genome and see what we can glean from it about recombinant cVDPV2s in Nigeria.
The Study
Cell culture supernatant from the L20B tube that was inoculated with stool suspension from a child with AFP and initially scored positive for CPE in 2016 was recovered from storage at - Two contigs were recovered spanning nucleotides 289 to 2,131 (MH785183; 5'-UTR to VP3) and 2,602 to 7,381 (MH785184; VP1 to 3'-UTR) relative to reference sequence NC_002058.
A region of about 500nt (spanning the VP3/VP1 junction) that should join the contigs was missing despite being part of an amplicon (5'-UTR to VP1) generated by primers C004 (Bessaud et al., 2016) and AN88 (Nix et al., 2006) and present in the pool sequenced. In all, 88.9% of the genome of the CVA20 described in this study was recovered and the isolate confirmed as CVA20 by the enterovirus genotyping tool (Figure 1a ).Phylogenetic analysis of the VP1 gene confirmed the isolate as CVA20 (Figure 2 ) and as the same virus described in To confirm the similarity between JX275140, KX162716 and the CVA20 described in this study, the sequences were aligned alongside reference CVA20s and Sabin PV1-3 strains.
Alignment was done using the ClustalW programme in MEGA 5 software. Analysis for similarity and recombination was done using SimPlot version 3.5. Both SimPlot (Figure 1b) and Bootscan (Figure 1c ) analysis confirmed the isolate as CVA20 in the P1 region. They also confirmed that the CVA20 isolate was most similar to JX275140 and KX162716 in the 
Conclusion
To the best of our knowledge, this is the first draft genome of CVA20 from Africa. Further, we confirm that non-reproducible CPE in L20B cell line can also be caused by enteroviruses.
We had previously provided evidence that the enigmatic non-structural genomic sequence in recombinant cVDPV2 in Nigeria (Burns et al., 2013) were from the indigenous circulating NPEV-Cs. Here, we confirm our previous findings unambiguously (Figures 1b and 1c) . 
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